systems, GRNGen and GeNet, and show that both are useful, but that only GeNet scales to larger networks.
The second paper is ''A New Genetic Programming Framework based on Reaction Systems,'' by Luca Manzoni, Mauro Castelli, and Leonardo Vanneschi. Rather than using GP to solve an important biological problem, this paper uses biochemistry as a model for a sophisticated new GP methodology. In biological systems, different chemical reagents interact with one another, enhancing or inhibiting a reaction that can only occur when the right ingredients are available in the right quantities. The new approach, called Evolutionary Reaction Systems, models analogous dynamic interactions of computational primitive functions in order to solve a given problem. One potential advantage of this approach is that the GP practitioner need not specify an a priori set of base functions. Rather, the system itself learns the base function set from the dynamics that the programmer describes. The paper presents applications of this idea to several classical test problems as a proof of concept.
These two papers demonstrate the usefulness to both biological and GP research of cross-fertilization between the EvoBIO and EuroGP communities. I predict that there is much more valuable insight to be had from such interactions. In 2014, EvoBIO and EuroGP will again be part of the EvoSTAR conferences, which will meet 23-25 April in Baeza, Jaén, Spain. I invite you to submit your latest work on genetic programming or other approaches to machine learning or data mining for Biological applications to these well-regarded conferences, or just to join us at this important annual cross-disciplinary event.
